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Figure S1: Flowchart MARS cohort
Description Figure S1: Abbreviations: 
Jan: January, ICU: intensive care unit.
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Figure S2 Hierarchical average linkage clustering to detect outlier samples
[image: 1-n-sampleClustering sig]
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Description Figure S2: Hierarchical average linkage clustering of 488 patients. The upper panel resembles the left side and the lower panel resembles the right side of the dendogram. 

Figure S3: Weighted gene co-expression network analysis (WGCNA) network construction
[image: scale independence and mean connectivity] Description Figure S3: The left panel shows the Scale independence by evaluating the scale-free fit index (signed R2 for a scale free network) of several Soft Thresholds (powers). The red line indicates a R2 of 0.8. The right panel shows the Mean connectivity of several powers. A power of 13 showed to be ideal. At this power value, a high R2 (close to 0.9) in combination of flattening of the mean connectivity curve is observed.

Figure S4: Weighted gene co-expression network analysis cluster dendogram and cluster assignment
[image: 4-merged_Module_Tree sig and eigenggenes]Description Figure S4: A) Cluster Dendogram and assigned modules. Clustering of genes was based on dissimilarity (1 – values of the topological overlap matrix). The minimal cluster size was set to 40 genes. Branches characterise groups of highly correlated genes which are represented by colours referred to as modules. Clustering of 1947 genes of 488 patients resulted in 12 modules. The colours within the Dynamic Tree Cut bar plot represent the modules before merging based on similarity. The colours in the Merged dynamic colours barplot represent the modules after merging. B) Clustering of module eigengenes. Modules with a correlation coefficient greater than 0.75 were merged. The magenta and red module were merged into the magenta module and the green and green yellow module into the green module. After merging, 10 modules remained.



[image: Extended data Fig]Figure S5: Top 5 significantly different expressed pathways per pathway database of the turquoise, green, pink and brown modules 























Description Figure S5: Top 5 pathways per pathway database (the Gene Ontology Biological Process (GO:BP) and Reactome database (REAC) of all genes within the module (independent of the edge). If none of the Reactome pathways were significant, 10 Gene Ontology Biological Process pathways were displayed. A) Turquoise module pathway analysis. B) Green module pathway analysis. C) Brown module pathway analysis. D) Pink module pathway analysis. 
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